The Bioinformatics Links Directory is an online community resource that contains a directory of freely available tools, databases, and resources for bioinformatics and molecular biology research.
For the last two years, Nucleic Acids Research has published a special issue devoted to web servers. This Web Server Issue highlights bioinformatics servers that are provided to the research community using internet technologies. This issue represents a rich repository of resources that are freely accessible, ready to use, and have been subjected to rigorous peer review. In the 2005 Web Server issue, there are 160 articles that describe the utility and functionality of 166 servers. The scope of the server applications described in this issue covers diverse ground and is hosted on servers in many different locations around the world. Among the tools included are those for text mining (1, 2) , sequence feature detection (3, 4) , predicting aspects of protein 3D structure (5, 6) and performing expression analyses (7, 8) . Combined with the annual Database Issue (9), these special issues at Nucleic Acids Research represent a valuable directory of resources for the global life sciences research community.
Starting in 2005, Nucleic Acids Research has teamed with the UBC Bioinformatics Centre at the University of British Columbia (UBC) to ensure that all of the URLs and a short description from the Web Server Issue are listed in the Bioinformatics Links Directory, a curated listing of bioinformatics resources. The Bioinformatics Links Directory (http:// bioinformatics.ubc.ca/resources/links_directory/) is a community resource that contains a directory of freely available tools, databases and resources for bioinformatics research organized within categories familiar to a biologist. All servers from the Web Server Issue, as well as other selected resources, are categorized within the directory. Table 1 The Bioinformatics Links Directory highlights web resources by providing a short synopsis for each link, placing links within descriptive biological categories, providing relevant PubMed citations, and identifying links as servers from the Nucleic Acids Research Web Server Issue. The Bioinformatics Links Directory is fully searchable and can be browsed through the biological categories. RSS feeds are available for recently added links and from within any biological category. All links are automatically checked to ensure that no broken links are presented. The online version of this article has been published under an open access model. Users are entitled to use, reproduce, disseminate, or display the open access version of this article for non-commercial purposes provided that: the original authorship is properly and fully attributed; the Journal and Oxford University Press are attributed as the original place of publication with the correct citation details given; if an article is subsequently reproduced or disseminated not in its entirety but only in part or as a derivative work this must be clearly indicated. For commercial re-use, please contact journals.permissions@oupjournals.org Mapping and assembly Projector 2 Projector 2 allows users to map completed portions of the genome sequence of an organism onto the finished (or unfinished) genome of a closely related species or strain. Using the related genome sequence as a template can facilitate sequence assembly and the sequencing of the remaining gaps.
http://molgen.biol.rug.nl/websoftware/projector2/ Phylogeny reconstruction Eclair É clair is a web service that implements the Eclat (EST CLAssification Tool) support vector machine (SVM) approach for the classification of species origin for, primarily, expressed sequence tags (ESTs).
http://eclair.btk.fi/ MLST MLST (Multi Locus Sequence Typing) is a nucleotide sequence-based approach for the unambiguous characterization of isolates of bacteria and other organisms using the sequences of internal fragments of seven house-keeping genes.
http://www.mlst.net/ PHYML Phyml is a program that constructs phylogenetic trees from sequence alignments using the maximum likelihood method.
http://atgc.lirmm.fr/phyml/ POWER The Phylogenetic Web Repeater (POWER) allows users to perform phylogenetic analysis using the PHYLIP package. The POWER pipeline can start with processing either multiple sequence alignments (MSA) or can proceed directly with aligned sequences.
http://power.nhri.org.tw/ Sequence feature detection ARGO ARGO is a tool for the detection and visualization of sets of region-specific degenerate oligonucleotide motifs in the regulatory regions of eukaryotic genes.
http://www.mgs2.bionet.nsc.ru/argo/ CisMols CisMols (Cis-regulatory Modules) is a tool that identifies compositionally predicted cis-clusters that occur in groups of co-regulated genes within each of their ortholog-pair evolutionarily conserved http://bioinfo3.noble.org/miRU.htm P-Match P-Match is a transcription factor binding site identification tool that increases its accuracy by combining weight matrix and pattern matching approaches. Registration at the site is free and is required to use P-Match.
http://www.gene-regulation.com/cgi-bin/pub/programs/pmatch/bin/p-match.cgi PatMatch PatMatch is a pattern matching tool that allows you to search for short (<20 residues) nucleotide or peptide sequences and can accomodate ambiguous/degenerate patterns.
http://www.arabidopsis.org/cgi-bin/patmatch/nph-patmatch.pl http://quasimotifinder.tau.ac.il/ SCANMOT SCANMOT is a sequence similarity searching tool that adds the additional constraints of simultaneous matching of multiple motifs.
http://www.ncbs.res.in/~faculty/mini/scanmot/scanmot.html
Scooby-domain Scooby-domain (sequence hydrophobicity predicts domains) is a method to identify globular domains in protein sequence, based on the observed lengths and hydrophobicities of domains from proteins with known tertiary structure.
http://ibivu.cs.vu.nl/programs/scoobywww/ SCRATCH SCRATCH is a suite of protein structure software and servers for the prediction of secondary structure, solvent accessibility, disulphide bridges, stability effects of single amino acid mutations, disordered regions, domains, beta-residue and beta-strand pairings, amino acid contact maps, and tertiary structure.
http://www.igb.uci.edu/servers/psss.html SEARCHGTr SEARCHGTr is a tool for the analysis of glycosyltransferases (GTrs) that allows you to compare a query sequence with the sequences of characterized GTrs.
http://www.nii.res.in/searchgtr.html
Servers at University
College London A suite of tools that includes: PSIPRED, a protein structure prediction server; GenTHREADER, for genomic protein fold recognition; MEMSAT2, for transmembrane protein structure prediction; GTD, the genomic threading database; DISOPRED, a dynamic disorder prediction server; DomPred, a domain prediction server; and COPS, for the comparison of protein structure classifications. The Bioinformatics Links Directory is a community-driven resource and aims to offer a useful resource that is more than just a search engine. Therefore, the sites listed in the directory are suggested by the research community, are carefully selected and are curated by experts. Individuals who know of a resource that should be listed in the Bioinformatics Links Directory should suggest the URL here: http:// bioinformatics.ubc.ca/resources/links_directory/add.php
